. Comparison of prediction performance using different sets of features. Each curve represents the average sensitivities and specificities for difference thresholds over 10 cross-validation runs. The cross-validation tests were performed on the H. sapiens serine/threonine dataset. Figure S3 . Scatter plots of prediction scores by models trained from different organisms. All 15,980 serines/threonines in the H. sapiens test dataset were used, i.e., in each sub-figure, 15,980 pairs of prediction scores are plotted for the pair of models trained from the corresponding organisms. Table S1 . A summary of phosphorylation-site prediction tools. sensitivities at high specificity levels (99%, 95%, 90%, and 80%). b Sensitivities were taken as similar as possible (in each column) among different tools in order to compare specificities at high sensitivity levels (80%, 90%, 95%, and 99%).
c The prediction result at this specificity or sensitivity level were unavailable for this tool.
